. These wild species seem to be important genetic resources for improving the cultivated species in section Cepa . It is necessary to establish genetic markers in these species for their practical utilization.
Isozyme gene is one of the useful genetic markers because of the co-dominant expression (Moore and Collins, 1983) . In the cultivated species of section Cepa , genetic analyses of isozymes of many enzymes have been carried out, especially on the glutamate-oxaloacetate transaminase (GOT) as follows. Halijah and Raniah (1990) reported intraspecific polymorphisms observed in four cultivars of A. cepa . From the results of BC1 analyses of GOT isozymes in the hybrids between A. fistulosum and A. cepa common onion group, Van der Valk et al. (1991) reported two gene loci (Got-1, Got-2) which appeared to be unlinked. There was no linkage between an acid phosphatase gene locus (Acp-1) and Got-2 in A. fistulosum (Haishima and Ikehashi, 1992) . Haishima et al. (1993) recognized that there were intraspecific polymorphisms in 13 cultivars of A. fistulosum Shigyo et al. (1994) determined chromosomal locations of the GOT isozyme genes in A. fistulosum and A. cepa Aggregatum group by means of isozyme analysis of alien monosomic addition lines between these species. Consequently, gene locus Got-2 was located on the homoeologous sub-telocentric chromosomes, 6F in A. fistulosum and 6A in A. cepa aggregatum group, and gene locus Got-1 was on the other chromosomes. Although many observations mentioned above had been reported, the genetic analysis of the GOT isozymes in the wild species had not been conducted.
In the present study, GOT isozyme analysis was performed to establish the GOT genetic systems of the wild species in section Cepa . The following plants were used; Japanese bunch- The band patterns of GOT isozyme clearly showed an interspecific polymorphism among the species used in this study ( Figs. 1 and 2) . From the results of GOT isozyme analysis in A. fistulosum, A. cepa and their hybrids by Van der Valk et al. (1991) and Shigyo et al. (1994) , a polymorphism between these two species was already confirmed. In the wild species used in the present study, A. vavilovii showed the same band pattern close to the cathodal band and was species specific.
In the hybrid (AF, FV), in addition to the four bands derived from parents (bands 1, 3, 7, 9) two more bands (bands 2, 8) were detected. In the hybrid (FO), in addition to the three parental bands (bands 1, 3, 7) an extra band (band 2) was detected. In the hybrid (FG), in addition to the four parental bands (bands 1, 3, 4, 7) two more bands (bands 2, 5) were detected. In the hybrid (AV), only the two parental bands (bands 3, 9) were detected. In the hybrid (AO), in addition to the three parental bands (bands 3, 7, 9) an extra band (band 8) was detected. In the hybrid (AG), in addition to the three parental bands (bands 3, 4, 9) an extra band (band 6) was detected. The band 2 migrated to an intermediate position between the bands 1 and 3, the band 5 between the bands 4 and 7, the band 6 between the bands 4 and 9, and the band 8 between the bands 7 and 9. Further, in all diploid hybrids, the additional bands (bands 2, 5, 6, 8) were stained more intensely than the parental bands (bands 1, 3, 4, 7, 9). of the alleles Got-1F and Got-1A at Got-1 , and Got-2F and Got-2A at Got-2 (Van der Valk et al., 1991; Shigyo et al., 1994) . In the present study, the allele Got-2G was newly recognized in a wild species, A. galanthum . According to the different combinations of the two alleles at Got-1 and the three alleles at Got-2 , the interspecific polymorphisms were exhibited among the species of section Cepa used in this study. The GOT isozyme genes were available for the identifications of hybrids used in this study except the hybrid between A.
cepa Aggregatum group and A.vavilovii . These isozyme genes are expected to serve as useful genetic markers for the genetics and practical utilization of the wild species in section Cepa .
